Figure S1. Sequences and chain location of the 50 overlapping synthetic peptides (12 amino acid lengths, 2 amino acids offset) used for the identification reactive regions in Gad m 1. Peptide numbering (1 to 50) was performed from the N-to the C-terminus of the chain sequence. Helices (A,B,C,D,E and F) forming the three EF hands are represented by blue rectangles, and the Ca 2+ binding sites depicted as light blue spheres. Figure S2 . Typical MALDI-TOF/TOF spectra of pepsin-hydrolyzed rGad m 1 amyloids. Mass spectrometry analysis was performed using α-cyano-4-hydroxycinnamic acid (CHCA) matrix. Peak features have been removed for clarity reasons. . Figure S3 . Identification of pepsin-resistant peptides of rGad m 1 amyloids. Fragmentation spectra were obtained using nano-LC coupled to MALDI Triple TOF. Panels (a-e) depict the distinct sequences that contain undigested pepsin cleavage sites.
